In this article, nine complete genomes of viruses from the genus Alphanodavirus and Betanodavirus (Family Nodaviridae) were comparatively analyzed and the data of their evolutionary origins and relatedness are reported. The nucleotide sequence alignment of the complete genomes from all species and their deduced evolutionary relationships are presented. High sequence similarity within the genus Betanodavirus compared to the genus Alphanodavirus was revealed in multiple sequence alignment of the Nodaviridae genomes. The amino acid sequence similarity for both RNA1 and RNA2 ORF is more conserved in Betanodavirus, compared to Alphanodavirus. The conserved and variable regions within the virus genome that were defined based on the multiple sequence alignments are presented in this dataset.
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Value of the data
Multiple sequence alignment established the conserved and variable regions within the Nodaviridae genomes are essential to study the virus evolution and the virus diversity.
The conserved and variable regions in the Nodaviridae complete genome defined by multiple sequence alignment allowed the design of sequence specific primers that can be used for virus detection and identification.
Virus identification and classification inferred based on phylogenetic analysis of sequence conservation in Nodaviridae is applicable in subsequent downstream research.
Data
Complete genomes of nine Nodaviridae species available in NCBI database were aligned using MEGA7 software [1] . Based on the alignment, phylogenetic trees [2] were constructed (Figs. 1 and 2). Data on sequence similarity percentage [3, 4] are presented in Tables 1-3 . Fig. 1 . The evolutionary history of (a) Nodaviridae genomes; (b) sub-genome RNA1; and (c) sub-genome RNA2 were inferred using the Neighbor-Joining method. Percentage of replicate trees of 1000 replicates bootstrap test is presented next to the branches. Fig. 2 . The evolutionary history of deduced amino acid sequence of (a) sub-genome RNA1 ORF; and (b) sub-genome RNA2 ORF were inferred using the Maximum-Likelihood method. Percentage of replicate trees of 1000 replicates bootstrap test is presented next to the branches.
Experimental design, materials and methods
The complete genome data of Nodaviridae were retrieved from NCBI (http://www.ncbi.nlm. nih.gov/). Nine Nodaviridae species in the family of alphanodavirus and betanodavirus were selected (Table 1) for alignment. Tobacco ringspot virus was included as outgroup for phylogenetic analysis. The open reading frames (ORFs) of genomic RNA1 and RNA2 were identified using ORF Finder (http://www.ncbi.nlm.nih.gov/orffinder/) and the deduced amino acid sequences were aligned using MEGA7. Phylogenetic trees based on virus genomes and deduced amino acid sequences of ORF were constructed by Neighbor-Joining and Maximum Likelihood respectively (Table 4) . 
